For each locus, the information in the top row refers to samples of C. julimes (Julimes pupfish), and the information in the second row refers to samples of C. pachycephalus (Bighead pupfish). Size is the range in length, in base pairs (bp), of observed alleles and includes the length of the CAG tag; N is number of individuals genotyped; k is number of alleles; H O is observed heterozygosity; H E is gene diversity; PI is probability of identity; TD refers to the touchdown protocol used for PCR (see text)
* CAG tag (5 0 -CAGTCGGGCGTCATCA-3 0 )
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